Furthermore, this comparison revealed several differences in genome size, GC content and RNA 1 3 9 copies (Table 2) . For functional annotation, the amino acid sequences were searched against the (L), cell wall/membrane/envelope biogenesis (M), inorganic ion transport and metabolism (P), 1 4 5 defense mechanism (V) and unknown functions (S) were differentially enriched among these two 1 4 6 strains ( Figure 3C ). Core genome analysis revealed a total of 411 core genes coding for basic 1 4 7 metabolic functions. A total of 4,880 COG functions were annotated out of which only 70% were assigned to known categories. Additionally, resistance to cadmium, tetracycline, were relatively abundant in strain SG772. Furthermore, the genome was devoid of genes for 1 5 1 motility and chemotaxis suggesting its non-motile phenotype. This study presents the genome sequence for the strain SG772, with marked physiological and 1 5 4 genomic differences from its neighbors i.e., B. stercoris GAM6-1 and B. hansenii DSM20583.
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Based on the differences, we propose a novel species of genus Blautia named as Blautia 1 5 6 brookingsii SG772. Blautia brookingsii (brookingsii referring to the isolation site of the type strain from Brookings, Trehalose etc. Furthermore, the strain was resistant to tetracycline and streptomycin antibiotics 1 6 4 whereas, it was susceptible to chloramphenicol, erythromycin, novobiocin and ampicillin. Genome sequence revealed the genome size of the strain SG772 to be 3.46Mbp with G+C Brookings, SD, USA and has been deposited in the Microbial Culture Collection at the National
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